ABSTRACT Draft genome sequences of 11 bacteria belonging to the family Microbacteriaceae were obtained using Illumina technology. The genomes of these strains have sizes from 3.14 to 4.30 Mb with their genomic DNA characterized as having high GϩC contents (above 65%). These genomic data will be useful for natural taxonomy and comparative genomic studies of bacterial strains of the family Microbacteriaceae.
. Currently, the family comprises 51 recognized genera and about 275 recognized species (http://www.bacterio .net/microbacteriaceae.html). There are about 80 sequenced genomes for type strains of the family Microbacteriaceae (https://www.ezbiocloud.net/taxon?tnϭMicrobacteriaceae). Efforts to obtain complete genome sequences of all type strains belonging to the family Microbacteriaceae are critical to the future microbial systematics of this group and for constructing the unified tree of life.
The type strains of six known species of the genera Agreia, Clavibacter, Okibacterium, Plantibacter, and Rathayibacter were isolated from various sources associated with plants (Table 1) (3) (4) (5) (6) (7) . In addition, the novel strains Agreia sp. VKM Ac-1783, Agreia sp. VKM Ac-2052, Plantibacter sp. VKM Ac-1784, Plantibacter sp. VKM Ac-1787, and Rathayibacter oskolensis VKM Ac-2121 T were isolated from plant galls induced by nematodes and from the healthy plant without any symptoms of disease (Table 1) (8) (9) (10) . All strains were deposited in the All-Russian Collection of Microorganisms (http://www.vkm.ru/ Catalogue.htm).
Biomass for DNA extraction was obtained after growth in liquid peptone-yeast medium (11) at 28°C for 18 to 20 h on a rotary shaker. The genomic DNA was extracted using guanidinium thiocyanate and Triton X-100, followed by purification with Cleanup Standard BC022 (Evrogen, Russia). The draft genome sequences of the strains were generated at the DOE Joint Genome Institute (JGI) (Walnut Creek, CA, USA). The Illumina shotgun libraries with an insert size of 262 to 287 bp were constructed and sequenced using the Illumina HiSeq 2000 platform to produce 2 ϫ 150-bp paired-end reads. All raw Illumina sequence data were filtered using BBDuk (http://sourceforge .net/projects/bbmap), which removes known Illumina artifacts and PhiX sequences. Reads with more than one N, quality scores (before trimming) averaging less than 8, or reads shorter than 51 bp (after trimming) were discarded. The remaining reads were mapped to masked versions of human, cat, and dog references using BBMAP (http:// sourceforge.net/projects/bbmap) and discarded if their identities exceeded 95%. Sequence masking was performed with BBMask (http://sourceforge.net/projects/bbmap).
The following steps were then performed for assembly: (i) artifact-filtered Illumina reads were assembled using SPAdes version 3.6.2 (with the parameters "--cov-cutoff auto --phred-offset 33 -t 8 -m 40 --careful -k 25,55,95 --12") (12); and (2) assembly contigs with lengths of Ͻ1 kb were discarded. The genome was annotated using the JGI Microbial Genome Annotation Pipeline (13) . Statistical information for the draft genome sequences is given in Table 1 .
Further genome-wide comparative analyses of these strains and phylogenetically closely related bacteria belonging to the family Microbacteriaceae will enhance an understanding of the borderlines of prokaryotic species and facilitate insight into the molecular mechanisms involved in interactions between plants and bacteria.
Data availability. The whole-genome shotgun projects reported here have been deposited in DDBJ/ENA/GenBank under the accession numbers listed in Table 1 . The versions reported here are the first versions.
